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GAGGGATTGTGTCCACCTGGACACCATATCTCAGAAGACGGTAGAGATTGCAHCTCCTGC 
EGLCPPGHHISEDGRDCISC 

430 450 470 

AAATATGGACAGGACTATAGCACTCACTGGAATGACCTCCTTTTCTGCTTGCGCTGCACC 
KYGQDYSTHWNDLLFCLRCT 

490 510 530 

AGGTGTGATTCAGGTGAAGTGGAGCTAAGTCCCTGCACCACGACCAGAAACACAGTGTGT 
RCDSGEV. ELSPCTTTRNTVC 

550 570 590 

CAGTGCGAAGAAGGCACCTTCCGGGAAGAAGATTCTCCTGAGATGTGCCGGAAGTGCCGC 
QCEEGTFREEDSPEMCRKCR 
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ACAGGGTGTCCCAGAGGGATGGTCAAGGTCGGTGATTGTACACCCTGGAGTGACATCGAA 
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TGTGTCCACAAAGAATCAGGCATCATCATAGGAGTCACAGTTGCAGCCGTAGTCTTGATT 
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730 750 770 

GTGGCTGTGTTTGTTTGCAAGTCTTTACTGTGGAAGAAAGTCCTTCCTTACCTGAAAGGC 
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ATCTGCTCAGGTGGTGGTGGGGACCCTGAGCGTGTGGACAGAAGCTCACAACGACCTGGG 
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GCTGAGGACAATGTCCTCAATGAGATCGTGAGTATCTTGCAGCCCACCCAGGTCCCTGAG 
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GTTCCAGCAAATGAA.GGTGATCCCACTGAGACTCTGAGACAGTGCTTCGATGACTTTGCA 
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GACTTGGTGCCCTTTGACTCCTGGGAGCCGCTCATGAGGAAGTTGGGCCTCATGGACAAT 
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GAGATAAAGGTGGCTAAAGCTGAGGCAGCGGGCCACAGGGACACCTTGTACACGATGCTG 
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ATAAAGTGGGTCAACAAAACCGGGCGAGATGCCTCTGTCCACACCCTGCTGGATGCCTTG 
XKWVNKTGRDASVHTLL'DAL 
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GAGACGCTGGGAGAGAGACTTGCCAAGCAGAAGATTGAGGACCACTTGTTGAGCTCTGGA 
ETLGERLAKQKX.E^DHhhSSG 
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AAGTTCATGTATCTAGAAGGTAATGCAGACTCTGCCATGTCCTAAGTGTGATTCTCTTCA 
KFMYL EGNADSAMS * 
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GGAAGTGAGACCTTCCCTGGTTTACCTTTTTTCTG'GAAAAAGCCCAACTGGACTCCAGTC 
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AGTAGGAAAGTGCCACAATTGTCACATGACCGGTACTGGAAGAAACTCTCCCATCCAACA 
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TCACCCAGTGGATGGAACATCCTGTAACTTTTCACTGCACTTGGCATTATTTTTATAAGC- 
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TGAATGTGATAATAAGGACACTATGGAAAAAAAAAAAAAA 
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'Decora-ion SI': Shade (wich solid black) residues chat match Che Consensus exactly. 
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HAPBU13R 

1 AATTCGGCAC AGCTCTTCAG GAAGTCAGAC CTTCCCTGGT TTACCTTTTT 
51 TCTGGAAAAA GCC CAACTGG GACTCCAGTC AGTAGGAAAG TGCCACAATT 
101 GTCACATGAC CGGTACTGGA AGAAACTCTC CCATCCAACA TCACCCAGTG 
151 GNATGGGAAC ACTGATGAAC TTTTCACTGC ACTTGGCATT ATTTTTGTNA 
201 ' AGCTGAATGT GATAATAAGG GCACTGATGG AAATGTCTGG ATCATTCCGG 
251 TTGTGCGTAC TTTGAGATTT GNGTTTGGGG ATGTNCATTG TGTTTGACAG 
301 CACTTTTTTN ATCCCTAATG TNAAATGCNT NATTTGATTG TGANTTGGGG 
351 GTNAACATTG GTNAAGGNTN CCCNTNTGAC ACAGTAGNTG GTNCCCGACT 
401 TANAATNGNN GAANANGATG NATNANGAAC CTTTTTTTGG GTGGGGGGGT 
451 NNCGGGGCAG "TNNAANGNNG NCTCCCCAGG TTTGGNGTNG CAATNGNGGA 
501 ANNNTGG 



HSBBU76R 

1 TTTTTTTTGT AGATGGATCT TACAATGTAG CCCAAATAAA TAAATAAAGC 
51 ATTTACATTA GGATAAAAAA GTGCTGTGAA AACAATGACA TCCCAAACCA 
101 AATCTCAAAG TACGCACAAA CGGAATGATC CAGACATTTC CATAGNGTCC 
151 TTATTATCAC ATTCAGCTTA TAAAANTAAT GCCAAGTGCA GTGAAAAGTT 
201 ACAGGATGTT CCATCCACTG -GGTGGATT 
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